The analysis of consecutive ontogenetic stages, or 
phylogenetic reconstruction to ontogenetic data including maximum parsimony and distance (cluster) analyses. Two different data sets were investigated: (1) four simulated ontogenies with defined phylogenies of six hypothetical taxa, and (2) a set of "real" data comprising sequences (Alberch 1985 (Velhagen 1997; Jeffrey et al. 2002a Jeffrey et al. , 2002b . Guralnick and Lindberg (2000) 
Event-pairing
Instead of simply ranking ontogenetic events in the relative order of occurrences, it is also possible to apply an alternative coding method, event-pairing (Smith 1996 (Smith , 1997 Velhagen 1997; Jeffrey et al. 2002a ).
In this method, the relative occurrence of each individual event within the ontogenetic sequence of a taxon is compared with all other events, and coded as follows ( The reconstructed tree of the first simulated data set has a length of 14 steps ( Fig. 1.1 ).
Ranked events. branching pattern (Fig. 1.6 ).
Simulation 2
The expected tree has a length of 12 steps ( Fig. 
2.1).
Ranked events. -The parsimony analysis yielded two trees of same length (12 steps). Flowever, the strict consensus tree of these two trees is completely unresolved (Fig. 2.2 (Fig. 2.3 ). The topology of the neighbor-joining tree is identical with the expected tree ( Fig. 2.4) .
Event-pairing. -Similar to the ranked-event analyses, the parsimony consensus tree remains completely unresolved (Fig. 2.5 ), while the neighbor-joining analysis produced a tree congruent with the expected tr ee. (Fig. 2.6 ).
Simulation 3
The expected tree has a length of 20 steps ( Fig.   3 .1). (Fig. 3.5+6 ).
Simulation 4
The expected tree has 25 steps ( Fig. 4.1 ). (Fig. 4.3 ).
In the neighbor-joining analysis, the taxa [B, C, F, E] form a large monophyletic clade (Fig. 4.4) .
Event-pairing. -Both parsimony and neighbor-joining produced branching patterns inconsistent with the expected tree (Fig. 4.5+6 ). 
